Enrichment analysis of genes that were upregulated after LPS/IFNγ stimulation (regulation factor ≥ 10; total 640 genes). Analysis was performed using the WEB-based Gene Set Analysis Toolkit (WebGestalt software, version 1/302013). Presented are categories including two or more genes; a hypergeometric test with multiple test adjustment BH. Categories with the ten lowest significance levels (adjusted p values) are highlighted.
Fig. 2S
Gene ontological enrichment analysis (molecular function) of genes upregulated to more than 10-fold in human monocyte-derived macrophages upon LPS/IFNγ stimulation.
Enrichment analysis of genes that were upregulated after LPS/IFNγ stimulation (regulation factor ≥ 10; total 640 genes). Analysis was performed using the WEB-based WEB-based Gene Set Analysis Toolkit (WebGestalt software, version 1/302013). Presented are categories including two or more genes; a hypergeometric test with multiple test adjustment BH. Categories with the ten lowest significance levels (adjusted p values) are highlighted. Genes that were downregulated upon simultaneous treatment with LPS/IFNγ and coffee charcoal extract (500 µg/mL), ethanolic myrrh extract (30 µg/mL), and chamomile flower extract (200 µg/mL) compared to single LPS/IFNγ stimulation (≥ 5-fold vs. LPS/IFNγ stimulation) are highlighted in blue (coffee charcoal), yellow (myrrh), or green (chamomile flower).
Table 4S
List of genes and expression values within the cytokine-cytokine receptor interaction pathway that were downregulated (> 5-fold) in LPS/IFNγ-stimulated human monocyte-derived macrophages after coffee charcoal treatment. 
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